166 recorded between any two samples. To calculate the Jaccard index, we first created a 167 sample by feature matrix denoting the presence or absence of each AMR gene in each 168 sample. Presence/indeterminacy/absence were determined using the ΔCT method Raw qPCR data results are listed in Supplemental Table 1 . (Table S1) . At baseline, the stool of study participants in both control and intervention 209 groups harbored -lactamase, aminoglycoside, fluoroquinolone, macrolide and 210 tetracycline AMR genes found in the stool ( Table 2) 
